ABSTRACT Stenotrophomonas maltophilia is an opportunistic pathogen which causes an increasing frequency of infections in hospitalized patients. Here, we present the complete genome sequence of Stenotrophomonas maltophilia SM7059, an oxidase-positive strain isolated from a female patient with hepatolithiasis in China.
belongs to sequence type 115 (ST115; MLST 2.0 [http://www.genomicepidemiology .org]). Notably, the genes cc4 and cccA, encoding cytochrome c 4 and cytochrome c 550 , respectively, were annotated in the sequence of SM7059, which indicates the reason that strain SM7059 has a positive result in the oxidase test (9) .
In conclusion, the genome sequence and the results of bioinformatics analysis of this S. maltophilia strain provide a basis for understanding the expression of oxidase in this strain. Complete genome sequencing may provide valuable information for the phenotypes of clinical species.
Data availability. This genome sequence has been deposited in GenBank under the accession number QDID00000000. Raw sequence reads have been deposited in the NCBI Sequence Read Archive under the accession number SRR8776274.
